: Graphs showing locus-specific line-of-best-fit curves and associated equations used for correcting VNTR fragments sizes called by capillary electrophoresis (CE) . Linear regressions were based on comparison of VNTR fragment sizes as called by CE (x-axis) and Sanger sequencing (y-axis), respectively, from a collection of samples representative for the observed VNTR allele size ranges. Figure S3 : Alignments visualising inconsistencies (framed) observed in thrA (top) and recA (bottom) gene sequences as reported for identical Y. ruckeri strains in two different MLST studies (1, 2). While the alignments show only two reference strains (ATCC 29473 and NCTC 12267), the inconsistencies occurred throughout the respective datasets. Also shown are sequences extracted from the NCBI GenBank genomes (WGS) of these two strains, which are in agreement with the latter study (2). 1 1 1 1 1 1 1 1 1 13 13 13 13 13 13 13 13 13 7 7 7 7 7 7 7 7 7 23 23 23 23 23 23 23 23 23 11 11 11 11 11 11 11 11 11 9 9 9 9 9 9 9 9 9 10 10 10 10 10 10 10 10 10 6 6 6 6 6 6 6 6 6 28 28 28 28 28 28 28 28 (Tables S2 and S3 , respectively), visualising the higher resolution awarded by MLVA. Only isolates typed by both methods are included. The affiliation of nodes with MLVA clonal complexes and MLST sequence types are indicated by colours and digits, respectively (see legend). Branch representations for declining MLVA and MLST similarity are shown (see legend). a) b) 22  22  22  22  22  21  41  35  35  35  25  13  13  13  43  44  44  44  44  44  44  27  18  18  18  18 
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